ABSTRACT We report here the first complete nucleotide sequences of genomic RNAs of three Tomato aspermy virus (TAV) isolates in Japan. Analysis of these sequences showed that they have unique characteristics in RNAs 2 and 3. The Japanese isolates are similar to each other compared to other TAVs.
truncation in the 3a protein (15) . The frequent mutation in the coding region of 3a and its truncation may be characteristic to TAV.
Accession number(s).
The complete genome sequences of TAV strains G1, H9, and Go34 were deposited in DDBJ/GenBank under the accession numbers LC380669 to LC380677.
